INTRODUCTION
The ongoing discovery of previously unrecognized, probable or definite cryptic species of Vireonidae (Johnson and Zink 1985 , Willis 1991 , Cicero and Johnson 1992 suggests that the group has been taxonomically undersplit and that additional forms need modem biosystematic attention. The various taxa currently included in the Solitary Vireo (Vireo solitarius), a common passerine of mixed coniferous-deciduous woodlands across North America, comprise a complex deserving such detailed study. Each form is strongly characterized in features of size, coloration, habitat selection, and voice. This unusual combination of attributes allows a multidimensional examination of variation across geography that would clarify the nature of character change in the vicinity of boundaries between these taxa. In turn, this information could illuminate both the current taxonomic ' Received 23 February 1995. Accepted 17 July 1995. status and the evolutionary history of the several allopatric units. The present paper initiates such a study by presenting the results of a broad-scale population analysis of allozymic variation based on an electrophoretic survey of protein-coding loci. Future papers, based on research in progress, will examine geographic variation in mtDNA nucleotide sequences, morphology, coloration, and male advertising song and will focus on the two most divergent forms in the complex, V. s. cassinii Monroe and Sibley (1993) are based upon results of the present paper and others in progress.
METHODS AND MATERIALS

COLLECTION OF SPECIMENS
This study was based upon 335 specimens taken on their breeding grounds during the spring and early summer of [1977] [1978] [1979] [1980] [1981] [1982] [1983] [1984] [1985] [1986] [1987] . I divided this total into 23 sample areas for analysis (Fig. 1) 
GEOGRAPHIC TRENDS IN ALLELIC FREQUENCY
A pronounced pattern in the frequency of alleles occurred at two loci, Acon and 6-Pgd ( Table 1 . (Table 4) .
DENDROGRAMS AND MULTIDIMENSIONAL SCALING PLOTS
Both the UPGMA (Fig. 3) and Neighbor-joining (Fig. 4) .100 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.019 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 1.000 1 .ooo 0.981 1 .ooo 1 .ooo 1 .ooo 1 .ooo 1 .ooo 1 .ooo 0.955 1.000 1 .ooo 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.045 0.000 0.000 1 .ooo 1 .ooo 0.981 0.975 1 .ooo 1 .ooo 1.000 1 .ooo 1 .ooo 1.000 1 .ooo 1 .ooo 0.000 0.000 0.019 0.025 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 phenetic correlation coefficient of 0.98 indicated trayed major clusters. In that plot note the great that the UPGMA tree faithfully represented the separation between, and the tight association of genetic distance matrix, such trees are most ac-populations within, the two clusters representing curate at the branch tip level. In contrast, the V. s. plumbeus and V. s. cassinii-solitarius-altimultidimensional scaling plot (Fig. 5) 
